This figure shows the expected distribution of P-values plotted against the observed distribution of P-values for our GWAS of 161 cases and 1,196 controls calculated using logistic regression. Our study did not show any signs of global inflation of test statistics due to population stratification as demonstrated by a genomic control  of 1.047. Genomic control λ measures how much the observed distribution of P-values deviates from the expected P-value distribution. A genomic control λ equal to 1 indicates the median observed P-value equals the median expected P-value of 0.5 assuming a uniform distribution.
) given a minor allele frequency between 0.01 and 0.5 and an odds ratio between 0.1 and 10 with our study size of 161 cases and 1,196 controls and a disease prevalence of 0.01. The statistical test used is the chi-square approximation. White represents ~100% power and red represents ~0% power.
Supplementary Figure 5: PCA Plot for HLA Imputation
We used a common set of 6,000 LD-pruned markers to calculate the principal components for 161 CIAG cases (red) and 4,319 controls (black) who had genotyping array data. The cases cluster mainly with samples of UK and Ashkenazi Jewish origin, and are well-matched with population controls. 
